Introduction
Coccus hesperidum Linnaeus, 1758 (Hemiptera: Coccidae) (Fig. 1) , the "brown soft scale" (Hamon & Williams 1984) or "Linnaeus' glasshouse scale", is the type species of the genus Coccus L., the family Coccidae (Melville 1985) , and the whole of the scale insects, Coccomorpha. It is widespread throughout the world and is one of the most polyphagous species within Coccidae, feeding on host plants from more than 103 families (Lin et al. 2015; García Morales et al. 2016) . In tropical and subtropical regions, C. hesperidum (as currently understood) is an economically important pest of many crops, especially citrus (Williams & Watson 1990) : it can also damage ornamental plants in temperate areas (Hamon & Williams 1984; Gill 1988) . It remains a challenge for entomologists to find effective management strategies in agriculture for this scale insect because of its wide host range, greater honeydew production than many other scale insects, and frequent invasion into indoor environments where the application of chemical or biological control is difficult (Golan et al. 2015) . In addition, the invasion of C. hesperidum into some isolated and fragile ecosystems in the Galápagos Islands (Causton et al. 2006) , south Florida (Zettler et al. 2012 ) and the Tristan da Cunha archipelago (Ryan et al. 2014) has threatened the native flora and indirectly threatened the endemic fauna of these areas. Linnaeus' (1758) original description of Coccus hesperidum was simply "The Coccus of the greenhouse; it lives on evergreen trees" (translated from Latin into English by Williams, 2007) , which has made accurate species identification difficult if not impossible (Kondo et al. 2008) . In addition, adult female specimens assigned to C. hesperidum by various authors collected from different hosts and geographic regions vary in body colour, size and other morphological features. Probably as a consequence, this scale insect was frequently redescribed under new names during the 19 th and early 20 th centuries; these were synonymised by Fernald (1903) and Sanders (1909) and are listed in García Morales et al. (2016) . The only recognised subspecies, C. hesperidum javaensis, was found in Java and described briefly by Newstead (1908) . The author stated that the adult female had much smaller marginal setae and a dorsal "longitudinal ridge", not seen in typical C. hesperidum. There have been no records of specimens matching the description of this subspecies since the original in 1908. The current concept of C. hesperidum has been built up from detailed descriptions and drawings by Tyrrell (1896) , Newstead (1903) , Thro (1903) , Green (1904) , Steinweden (1930) , Zimmerman (1948 ), De Lotto (1959 , Saakyan-Baranova (1964) , Gill et al. (1977) , Hamon & Williams (1984) , Williams & Watson (1990) , Avasthi & Shafee (1991) , Tang (1991) , Hodgson (1967; 1994) and Lin et al. (2013) .
In the past century, most studies on C. hesperidum have focused on the life history, population dynamics, parasitoid wasps and management (listed in Ben-Dov 1993, and García Morales et al. 2016) . There are few works regarding the intraspecific morphological variation of this scale insect. Morrison (1929) mentioned that some specimens collected from Ancón in Panama and attended by ants (Azteca sp.) had an "abnormal" body shape and smaller size. However, the author did not express doubt about the conspecific status of these specimens with C. hesperidum. Blair et al. (1964) and Hodgson (1967) found that some adult females sampled from the same host plant had considerable differences in morphology, but the authors did not address whether these variations indicated the possibility of cryptic species within C. hesperidum. Williams & Watson (1990) examined some of the specimens labelled as C. hesperidum collected from the tropical South Pacific regions and found that the dorsal setae of several specimens (particularly from Papua New Guinea) had bluntly rounded apices, in contrast with the spine-like and pointed dorsal setae typically seen in this species (see the drawings in Hodgson 1994, and Lin et al. 2013) . Individuals with setae with bluntly rounded apices have also been observed by Łagowska (1999) in four Polish populations of C. hesperidum collected from various hosts.
Recently, Lin et al. (2013) found that three adult female specimens resembling Coccus hesperidum, collected from Taiwan and Malaysia, formed a sister clade to an obligate myrmecophilous species of coccid, C. formicarii (Green) . These insects are morphologically distinct from C. formicarii but almost identical to C. hesperidum, with the exception that their dorsal setae which have bluntly rounded apices similar to specimens reported from Papua New Guinea by Williams & Watson (1990) and from Poland by Łagowska (1999) . Tao et al. (1983) illustrated C. hesperidum from Taiwan as having bluntly rounded apices, and Lin et al. (2013) suggested that this drawing might be the unusual taxon discussed here rather than C. hesperidum. Lin et al. (2013) did not deal with the taxonomic status of the three specimens due to a lack of certainty about the identity of the Asian specimens and the lack of resolution in molecular analyses of some gene regions.
In this study, we seek to determine whether the adult females of Coccus with the bluntly rounded dorsal setae in Lin et al. (2013) merit distinct species status. We include the specimens from that study and additional samples of C. hesperidum and morphologically similar specimens, and DNA sequence data from additional loci, to test species boundaries. Because the specimens with roundly blunt dorsal setae are otherwise so similar morphologically to C. hesperidum, we also examined slides labelled as C. hesperidum in important insect collections in Australia, The Natural History Museum (London) (BMNH) and the Laboratory of Professor Łagowska (Department of Entomology, University of Life Sciences, Lublin, Poland) to determine whether there has been widespread inclusion of both morphologies under C. hesperidum, and to determine the geographic distribution of each form.
Materials and methods

Species concept.
Although implementing different species concepts to delineate species could affect the number of species recognised, very few taxonomists have reported which species concept they use (Yeates et al. 2011) . The use of the biological species concept (BSC) (Mayr 1942 ) might be inappropriate for this group of scale insects because they are thought to be mostly asexual and there is no direct evidence for their reproducing sexually. It is widely accepted that, in most cases, C. hesperidum s. s. (adult females with pointed dorsal setae) reproduces parthenogenetically and is ovoviviparous (Hamon & Williams 1984; Gill 1988; Tang 1991) . Two studies (SaakyanBaranova 1964; Giliomee 1967) , however, have reported males of C. hesperidum s. s. but, in both cases, no direct evidence was provided to show that the males definitely belong to that species. Even if males occasionally occur, most reproduction in C. hesperidum s. s. and C. formicarii (a close relative) is asexual, so species concepts based on reproductive isolation are inappropriate. Similarly, phylogenetic species concepts are also inappropriate for asexual lineages because mutation in the absence of sex leads to a pattern of independent lineages and reciprocal monophyly across multiple genes (see discussion in Lin et al. 2017a) . Here, we apply a species concept for asexual lineages in which species are considered to be independently evolving genetic lineages that are differentiated in additional ways from other such lineages (e.g., ecologically, behaviourally or morphologically) (as per Lin et al. 2017a) .
Strategies and criteria to morphological examination of slide-mounted specimens. Because adult females with pointed setae and with bluntly rounded setae might occur on the same host, all specimens mounted together on a slide were checked. All specimens were scored for at least 10 dorsal setae per individual, and assigned to one type or the other if more than 90% of the observed setae could be clearly scored as either pointed or bluntly rounded.
Examination of primary types of synonyms and subspecies of C. hesperidum. It is possible that our target taxon has already been described as one of the current synonyms and subspecies of C. hesperidum but without knowledge of the setal tip character. However, many primary types listed in García Morales et al. (2016) are lost.
slides listed in Williams & Watson (1990) because the authors noted observations of adult females with dorsal setae with rounded tips and 2) representative samples from different countries and different continents in order to have geographically broad sampling. There are four slides labelled "Coccus hesperidum" that include male specimens from Brazil, India and Kenya (Appendix 1, Dryad Digital Repository: http://dx.doi.org/10.5061/dryad.4ps2t) deposited in the BMNH. The species identifications are uncertain because all are nymphs and the morphology of the associated adult females is too poor to allow identification to species level. There are no slides of males labelled as C. hesperidum deposited in any of the Australian collections checked in this study.
Slide-mounted specimens examined in the Department of Entomology, University of Life Sciences (Lublin, Poland). Thirty slides labelled as C. hesperidum deposited in the Łagowska Laboratory (Department of Entomology, University of Life Sciences, Lublin, Poland) were examined. These greenhouse specimens were collected on Citrus limon (10 slides), Ficus benjamina (10 slides) and Schefflera actinophylla (10 slides) in 1995 and were part of the examined materials listed in Łagowska (1999) .
Taxon sampling and DNA extraction. In addition to the three adult females of Lin et al. (2013) that are morphologically similar to C. hesperidum s. s. but have bluntly rounded dorsal setae, another three adult females with the same morphology were collected from Taiwan (YPL00291), Australia (YPL00716) and Thailand (YPL00732) ( Table 1 ). Coccus hesperidum s. s. is represented in this study by 45 adult female specimens from at least 34 different host plant species (belonging to 29 families) and 41 localities ( Table 1 ). The samples included the 15 used by Lin et al. (2013) and 30 newly sequenced specimens. Among them, YPL00009, YPL00334 and YPL00517 were from Taiwan (Chiayi City and Pingtung County) and Malaysia (Kuala Lumpur), and were sympatric with the three specimens with bluntly rounded dorsal setae (YPL00496, YPL00291 and YPL00465 respectively). YPL00568, which has pointed dorsal setae, was collected from the same host species and locality (Lublin, Poland) as the specimens studied by Łagowska (1999) , which have bluntly rounded dorsal setae.
Coccus penangensis is included as one of the outgroups (Table 1) , based on the phylogeny of Lin et al. (2013) , and we also included C. discrepans, C. sulawesicus and C. formicarii from that study because they are closely related to C. hesperidum and the adult females are morphologically similar (Tao et al. 1983; Avasthi & Shafee 1991; Gavrilov-Zimin 2013) . The species identification of C. discrepans was confirmed by YPL, who examined the primary types deposed in BMNH. The specimen of C. sulawesicus was sent to YPL by the author (I. GavrilovZimin) who described the species.
Insects collected in the field were killed and preserved in absolute ethanol (> 99.5%), and then stored at 4°C. Genomic DNA was extracted from young adult females using either a CTAB/chloroform protocol or a DNeasy Blood & Tissue kit (cat. no. 69504, Qiagen, Hilden, Germany) as outlined in Lin et al. (2013) . After DNA extraction, the cuticle of each specimen was slide-mounted as a voucher following the protocol of Ben-Dov & Hodgson (1997) . The genomic DNA is stored at The University of Queensland (LGC Laboratory) and all the voucher slides are deposited in the Australian National Insect Collection, Canberra, Australia.
The morphology of slide-mounted adult females was examined under a phase-contrast compound light microscope (Olympus BH-2 PH). Particular attention was paid to the following morphological features that can vary among Coccus species: (i) shape and length of dorsal setae; (ii) shape and length of marginal setae; (iii) number and distribution of dorsal tubular ducts; (iv) number and distribution of dorsal tubercles; (v) shape and number of stigmatic spines in each stigmatic cleft; (vi) shape of the anal plates; (vii) number of antennal segments; (viii) distribution of ventral tubular ducts; and (ix) the presence or absence of tibio-tarsal sclerosis. The species identifications of outgroup taxa were based on Avasthi & Shafee (1991) Morrison (1921) (C. penangensis) and Gavrilov-Zimin (2013) (C. sulawesicus). The morphological terms used follow those in Hodgson (1994) .
PCR reactions, clean-up, gel purification and cloning. Five genes from four independent loci representing a range of different rates of evolution were amplified: SSU (18S 5' region) and LSU (28S D2 and D3 regions) rRNA genes, EF-1α (nDNA), wingless (nDNA) and COI (mtDNA). A negative control was used for all PCR reactions. We used the same primer pairs, Taq-polymerase (MangoTaq, cat. no. BIO-21083, Bioline, Australia), PCR thermocycles and volumes of template DNA for amplifying 18S, 28S, EF-1α and wingless as per Lin et al. (2017b) ( Table 2) .
The PCR program from Park et al. (2010) was used for all amplifications of COI, but using three different primer pairs to try to amplify the COI barcode region (Table 2) . Firstly, we used the primer pair, PcoF1 and HCO. If the gene region was not able to be amplified by using that primer pair, then the reverse primer (HCO) was replaced by JerryR (the reverse compliment of CI-J-2183 from Simon et al. 1994) . Finally, because C. hesperidum s. s. was not readily amplified with either of these primer pairs, we used PcoF1 and a newly designed reverse primer HCOCh26 (Table 2) , which overlaps HCO, to amplify COI from all the samples of C. hesperidum s. s. The settings of PCR mixture and used Taq-polymerase were the same as Lin et al. (2017b) . The successful PCR amplifications were checked by doing 1% agarose gel electrophoresis. The clean-up, gel purification and preparation of successfully amplified PCR products for sequencing followed the protocols of Lin et al. (2013) . All PCR products were sequenced in the forward direction using Sanger sequencing by Macrogen Inc. (Republic of Korea). The sequenced PCR products of the EF-1α gene region of YPL00524 and YPL00568 included multiple amplified copies of almost identical length. To separate the multiple copies, we followed the cloning protocols described in Lin et al. (2017b) . Ten clones that contained the target DNA fragments were sequenced at Macrogen with the universal primer, T7 Promoter (5'-TAATACGACTCACTATAGGG -3'). Sequence editing and alignment. The computer software packages and methods using for sequence editing and alignment were as per Lin et al. (2017b) . Sequences of the two rRNA genes (18S and 28S) were aligned manually. For the three protein-encoding regions (COI, EF-1α and wingless), unambiguous alignments were generated from amino acid translations. This was also used to check for the presence of stop codons. Intron-exon boundaries of EF-1α were detected by using the GT-AG rule (Rogers & Wall 1980) . All introns of EF-1α can be unambiguously aligned with outgroups, and copies of EF-1α obtained from cloning were included in our analyses.
Phylogenetic analysis. Maximum parsimony (MP) and Bayesian inference (BI) were used to estimate phylogenies. Before phylogenetic analyses, the same methods used by Lin et al. (2017b) were used for checking the presence of base composition bias among taxa. The support for particular nodes from each dataset and the congruence among the hypotheses of relationships across different gene regions were assessed using bootstraps (BS) or posterior probabilities (PP), with BS ≥ 70 (Hillis & Bull 1993) and PP ≥ 0.95 (Huelsenbeck & Rannala 2004) considered to be good support. All phylogenies were rooted using C. penangensis, based on relationships estimated by Lin et al. (2013) .
Maximum parsimony (MP). MP trees were estimated using PAUP* 4.0b10 (Swofford 2003) with the heuristic searches. All sites were weighted equally for the rRNA genes and the introns of EF-1α. For the three proteincoding genes, COI, EF-1α and wingless, a weighting scheme for the three codon positions (first: second: third = 2: 3: 1) was applied. All other settings including the method of branch swapping (TBR), algorithm of tree starting (random-addition-sequence method with 1000 replicates), maximum number of kept trees (no restriction), option of summarising MP trees (strict consensus) and the number of bootstrap pseudoreplicates (1000) were the same as per Lin et al. (2017b) .
Bayesian inference (BI). Bayesian analyses of all datasets were performed in MrBayes v.3.2.1 (Ronquist & Huelsenbeck 2003) . Additional parameters (more partitions) might be a better fit to the data than using fewer parameters in Bayesian inference (Huelsenbeck & Rannala 2004 ), so we trialled more complicated partition schemes, such as treating 18S and 28S as separate partitions or partitioning each protein-coding gene region by codon position. However, these trials rarely reached stationarity so a more restrictive partitioning scheme was applied. A single partitioning scheme was used for all datasets. The GTR (Tavaré 1986 ) model was chosen for COI and EF-1α because of their unequal base compositions and numerous variable sites. For the 18S+28S and wingless datasets, which has only 28 (2.1%) and 16 (5.0%) variable sites respectively, the K2P (Kimura 1980) model was selected. The partition schemes and substitution models applied in the analyses of the concatenated dataset were the same as that used in the single gene analyses. Each analysis comprised two independent runs (nruns = 2) of 100 million (18S+28S; wingless; concatenated) or 60 million (COI; EF-1α) generations (ngen) with the default setting of four Markov chains (nchains = 4, three hot and one cold), temperature = 0.10 (temp = 0.1), starting from a random tree and sampling trees each 1000 generations (samplefreq = 1000). The criteria and methods to check the performance of each Bayesian analysis were the same as per Lin et al. (2017b) . The settings for the numbers of trees discarded from the burn-in period (burnin) varied with each analysis, depending on when stationarity was reached. A maximum clade credibility topology with posterior probability values from the two runs of each analysis was computed by TreeAnnotator v.1.8.3 (Drummond & Rambaut 2007) using the trees sampled post-burnin.
Results
Morphological examination of primary types of synonyms of C. hesperidum. There are 14 synonyms of C. hesperidum currently listed in ScaleNet (García Morales et al. 2016 ) with primary types being recorded as available (Table 3) . We examined 11 of them and the dorsal setae were pointed in all of them (Table 3) . Of the other three types, those of L. assimile amaryllidis and L. hesperidum pacificum are lost (Table 3) : the latter was probably destroyed by the Great Kantō earthquake in 1923. The synonymy of Lecanium maculatum with C. hesperidum was claimed by Ben-Dov (1976), but he did not mention the shape of dorsal setae. It cannot be denied that our target might be one of the synonyms for which the types are lost but this is impossible to determine.
Morphological examination of other slide-mounted specimens. Specimens with bluntly rounded dorsal setae and labelled as C. hesperidum were found on 27 of the 342 slides examined from the BMNH, 44 of the 633 slides from Australian institutions, and 16 of the 30 slides examined from Lublin (Poland). They are listed in Table 4 .
Specimens with the bluntly rounded setae were mainly collected from tropical Eastern Asia, Australia and some Pacific and Indian Ocean islands: within Australia, all such specimens were from the Top End (Northern Territory) and Cape York Peninsula (Queensland). The Polish populations examined were a mix of specimens with the bluntly rounded setae and C. hesperidum s. s. Other examined slides with specimens with the pointed dorsal setae and recognised as C. hesperidum s. s. are listed in Appendix 2 (Australian institutes) (Dryad Digital Repository: http://dx.doi.org/10.5061/dryad.4ps2t) and Appendix 3 (BMNH) (Dryad Digital Repository: http:// dx.doi.org/10.5061/dryad.4ps2t) respectively.
Molecular phylogenetics. All sequence data are available in GenBank (Table 5) . No premature stop codons or base composition biases among taxa were detected in any dataset, with P values for tests of non-stationarity ranging from 0.90 to 1.00.
Uncorrected genetic distances (p-distances) in COI between specimens of Coccus hesperidum s. s. and C. hesperidum-like specimens with bluntly rounded dorsal setae ranged from 12.0-13.0%. The sequence divergence among samples with the same form of dorsal setae ranged from 1.0-5.0% (bluntly rounded) and 0-2.0% (pointed apices) respectively.
MP analyses resulted in four trees of length 29 (CI = 0.97, RI = 0.99) for the 18S+28S dataset, 73 trees of length 317 (CI = 0.67, RI = 0.92) for the COI, 217 trees of length 143 (CI = 0.81, RI = 0.96) for the EF-1α, six trees of length 22 (CI = 0.91, RI = 0.97) for the wingless and 13 trees of length 463 (CI = 0.70, RI = 0.93) for the concatenated datasets. The required burn-in proportions for Bayesian runs were 95% (COI and wingless), 90% (18S+28S), 83% (EF-1α) and 50% (concatenated dataset).
Coccus hesperidum s. s. was supported as a monophyletic group in analyses of all the genes, and the concatenated dataset, to the exclusion of C. hesperidum-like specimens with bluntly rounded dorsal setae ( Fig. 2; Figs S1-S4, Dryad Digital Repository: http://dx.doi.org/10.5061/dryad.4ps2t). There were two clades of adult females with bluntly rounded dorsal setae recovered in analyses of COI, EF-1α and the concatenated datasets ( (Fig. S2 ) and the concatenated datasets (Fig. 2) . A clade including specimens of C. formicarii, C. discrepans, C. sulawesicus and the "bluntly rounded setae clade" was well supported in the results of COI (Fig. S2) , EF-1α (Fig. S3 ) and concatenated datasets (Fig. 2) , but was not present in analyses of the ribosomal genes (Fig. S1 ) and wingless (Fig. S4) , which had very little variation across the datasets. 
Discussion
Specimens of adult females resembling Coccus hesperidum, but in which the dorsal setae are bluntly rounded, clearly represent a distinct species from C. hesperidum s. s. They are genetically distinct from C. hesperidum s. s.
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A NEWLY RECOGNISED SPECIES OF COCCUS
There is considerable genetic differentiation within C. praetermissus sp. n. and, in our analyses of COI, specimens fall into two clades that are about 4.0-5.0% divergent. These two clades are also supported in analyses of EF-1α (Fig. S3) . If applying only a general lineage species concept (De Queiroz 1998), these two clades could be argued to represent distinct species. We do not do that here because, currently, specimens in one clade are all from Taiwan and in addition there is not yet evidence of differentiation other than genetic (see arguments for this criterion for asexual lineages in Lin et al. 2017a) . We exclude the specimens from Taiwan from the formal description of C. praetermissus sp. n. due to the uncertainty of their distinctness from the specimens from Australia, Malaysia and Thailand.
Taxonomy
Coccus praetermissus sp. n. Lin & Tanaka (Fig. 3 Description. Adult female (Fig. 3) : description based on three specimens, each on a separate slide, the holotype (YPL00716) in good condition and two paratypes (YPL00465 and YPL00732) in fair condition.
Slide-mounted material. Body elongate oval, 3.0-3.8 mm long, 1.5-3.0 mm wide, margin with a shallow indentation at each stigmatic cleft; anal cleft 1/5-1/7 body length. Dorsum. Derm membranous throughout when young. Dermal areolations well developed in old females, indicating slight sclerotisation. Dorsal setae frequent throughout, relatively short and with blunt apices, each 5-10 µm long, 1-1.5µ wide on shaft with a well-developed basal socket. Preopercular pores small, 3-4 µm in diameter, barely sclerotised, present in diffuse group of 4-17 pores anterior to anal plates. Dorsal tubular ducts each with a thin outer ductule, shallow cup-shaped invagination, and fine inner ductule with a small terminal gland, found only on submarginal areas of abdomen. Dorsal microducts relatively evenly and sparsely distributed throughout dorsum. Dorsal tubercles present submarginally, each tubercle simple; with 1 pair on head, 0 or 1 pair between stigmatic clefts, 0 or 1 pair on abdomen. Anal plates together quadrate, with anterior margin 90-105 µm and posterior margin 93-108 µm long; each plate with well-developed supporting bar and 4 fine apical setae; length of plates 130-203 µm; maximum width of single plate 70-87 µm. Ano-genital fold with 2 or 3 pairs of setae along anterior margin and 2 or 3 pairs laterally. Anal ring bearing 6 setae. Eye spot present on margin.
Margin. Marginal setae spinose, each 12-51 µm long, with a well-developed basal socket and typically with a fimbriate apex but can appear pointed; 10-18 setae present on each side between stigmatic clefts; 38-45 setae on head between anterior stigmatic clefts of each side; 24-38 setae on each side of abdomen posterior to posterior stigmatic cleft. Stigmatic clefts shallow but indented, each cleft containing 3 stigmatic spines, median spine much the longest, 40-55 μm long, about 3-4 times as long as a lateral spine.
Venter. Derm entirely membranous. Pregenital disc-pores each with 9-11 loculi (mostly 10), present around genital opening and medio-lateral area of preceding two segments. Spiracular disc-pores each with 5 loculi, present between margin and each spiracle in band 1-3 pores wide; anterior bands each containing 13-33 pores, posterior bands each containing 16-41 pores. Ventral microducts relatively evenly and sparsely distributed throughout venter; 0 or 1 preantennal pores present near base of each antenna. Ventral tubular ducts of one type, each with long narrow outer ductule, fine inner ductule and well-developed terminal gland; present in medial area near mesocoxae in a group of 2 or 3. Ventral setae: with 3 pairs of long pregenital setae and 1-3 pairs of long setae between antennae; other setae short and fine. Spiracles each composed of a sclerotised, funnel-shaped outer peritreme, which leads through spiracular opening into tracheae; width of each peritreme: in anterior spiracle 30-45 µm, posterior 38-59 µm. Legs well developed, each with small tibio-tarsal articulation and small articulatory sclerosis; claw without denticle; both claw digitules rather broad and slightly shorter than thin tarsal digitules; trochanter + femur 148-191 µm, tibia 82-132 µm, and tarsus 67-100 µm. Antennae each with 7 segments; total length 230-357 µm. Labium approximately 71-118 µm wide, 135-165 µm long.
Etymology. The species epithet praetermissus is Latin for "overlooked", and refers to the specimens of this species having long been considered conspecific with Coccus hesperidum s. s.
Remarks. Coccus praetermissus sp. n. is morphologically very similar to C. hesperidum and it might be difficult to distinguish them if good slide mounts of adult females are not available. Therefore, we recommend that both morphological (having dorsal setae with blunt apices) and molecular (COI DNA) data should be used when an authoritative identification is required.
Among the examined slides labelled/identified as "Coccus hesperidum" deposited in the BMNH, there are five with a manuscript name from E.E. Green on the labels, "Lecanium holosericeae" (citation of this manuscript name here is not intended to be for nomenclatural purposes; it is not an available name). These specimens were collected in Darwin (Northern Territory, Australia) on Acacia holosericea by G.F. Hill on 3.xi.1915. They are morphologically indistinguishable from C. praetermissus sp. n., having dorsal setae with bluntly rounded apices (noted on one slide label in D.J. Williams's handwriting as "cylindrical setae"). Dr D.J. Williams mounted some specimens from this sample in Green's collection (seven slides) and identified them as C. hesperidum on 30.iii.1954. Green's manuscript name was never published.
